Input file Flhl4273new; Output File Flhl4273tra 



Sequence length 1743 

MSPECARAA 9 

TCCGGACTAGTTCTAGACCGCTGCGGGCCGCCAGGCGCCGGGA ATG TCC CCT GAA TGC GCG CGG GCA GCG 27 

^^APLRSLEQANRTRFPFFS 29 

GGC GAG GCG CCC TTG CGC AGC CTG GAG CAA GCC AAC CGC ACC CGC TTT CCC TTC TTC TCC 87 

DVKGDHRLVLAAVETTVITVL 49 

GAC GTC AAG GGC GAC CAC CGG CTG GTG CTG GCC GCG GTG GAG ACA ACC GTG CTG GTG CTC 147 

IFAVSLLGNVCALVLVARRR 69 

ATC TTT GCA GTG TCG CTG CTG GGC AAC GTG TGC GCC CTG GTG CTG GTG GCG CGC CGA CGA 207 

RRGATACLVLNLFCADLLFI 89 

CGC CGC GGC GCG ACT GCC TGC CTG GTA CTC AAC CTC TTC TGC GCG GAC CTG CTC TTC ATC 267 

SAIPLVLAVRWTEAWLLGPV109 

AGC GCT ATC CCT CTG GTG CTG GCC GTG CGC TGG ACT GAG GCC TGG CTG CTG GGC CCC GTT 327 

ACHLLFYVMTLSGSVT ILTL 129 

GCC TGC CAC CTG CTC TTC TAC GTG ATG ACC CTG AGC GGC AGC GTC ACC ATC CTC ACG CTG 387 

AAV S L ERMVC I VH LQ RGV RG 149 

GCC GCG GTC AGC CTG GAG CGC ATG GTG TGC ATC GTG CAC CTG CAG CGC GGC GTG CGG GGT" 447 

PGRRARAVLLALIWGYSAVA 169 

CCT GGG CGG CGG GCG CGG GCA GTG CTG CTG GCG CTC ATC TGG GGC TAT TCG GCG GTC GCC 507 

ALPIiCVFFRVVPQRLPGADQ 189 

GCT CTG CCT CTC TGC GTC TTC TTT CGA GTC GTC CCG CAA CGG CTC CCC GGC GCC GAC CAG 567 

EIS ICTLIWPTIPGEI SWDV 209 

GAA ATT TCG ATT TGC ACA CTG ATT TGG CCC ACC ATT CCT GGA GAG ATC TCG TGG GAT GTC 627 

SFVTLNFLVPGLVIVISYSK229 

TCT TTT GTT ACT TTG AAC TTC TTG GTG CCA GGA CTG GTC ATT GTG ATC AGT TAC TCC AAA 687 

ILQI TKASRKRLTVSLAYSE 249 

ATT TTA CAG ATC ACA AAG GCA TCA AGG AAG AGG CTC ACG GTA AGC CTG GCC TAC TCG GAG 747 

SHQIRVSQQDFRLFRTLFLL 269 

AGC CAC CAG ATC CGC GTG TCC CAG CAG GAC TTC CGG CTC TTC CGC ACC CTC TTC CTC CTC 807 

MVSFFIMWSPIIITILLILI 289 

ATG GTC TCC TTC TTC ATC ATG TGG AGC CCC ATC ATC ATC ACC ATC CTC CTC ATC <iTG ATC 867 

QNFKQDLVIWPSLFFWVVAF 309 

CAG AAC TTC AAG CAA GAC CTG GTC ATC TGG CCG TCC CTC TTC TTC TGG GTG GTG GCC TTC 927 



TFANSALNPILYNMTLCRNE 329 
ACA TTT GCT AAT TCA GCC CTA AAC CCC ATC CTC TAC AAC ATG ACA CTG TGC AGG AAT GAG 987 



WKKIFCCFWFPEKGAI LTDT 349 
TGG AAG AAA ATT TTT TGC TGC TTC TGG TTC CCA GAA AAG GGA GCC ATT TTA ACA GAC ACA 1047 

SVKRNDLSIISG* 362 
TCT GTC AAA AGA AAT GAC TTG TCG ATT ATT TCT GGC TAA 1086 

TTTTTCTTTATAGCCGAGTTTCTCACACCTGGCGAGCTGTGGCATGCTTTTAAACAGAGTTCAT^ 

TCAGTGCACCCTGCTTTAAGAAAATGAACCTATGCAAATAGACATCCACAGCGTCGGTAAATTAAGGGGTGATCAC^ 

GTTTCATAATATTTTCCCTTTATAAAAGGATTTGTTGGCCAGGTGCAGTGGTTCATGCCTGTAAT 

AGGCTGAGGTGGGTGGATCAOCTGAGGTCAGGAGTTCGAGACCAACCTGACCAACATGGTGAGACCCCCGT 

AAAATAAAAAAAAAAATTAGCTGGGAGTGGTGGTGGGCACCTGTAATCCTAGCTACTTGGGAGGCTGAACCAGGAGAAT 

CTCTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCGAGATCGTGCCATTGCACTCCAACCAGGGCAACAAGAGTGAAAC 

TCCATCTTAAAAAAAAAAAAAAAAAGATTTGTTATGGGTTCCTTTTAAATGTGAACTTTTTTAGTGTGTTTGTAATATG 

ATCAAATTTAATAAATATTTATTTATGACTGTTCAGCAAAAAAAAAAAAAAAAAAGGGCGG 
RTA01/2057957vl 



Sequence Description 



7t:2i_l ^FOQQQl 7 trsnsmaaihrone r©c«p?:<ar (rhodopsin 119-9 ♦•7e-37 
P«xi09d for aoraains: 

Sequence DcKnaln aeq-f sctq-c hirtm-f limni-c scox*c E -value — 



7c2iL_l 1/1 57 321 2. 259 C3 113.9 4.7^-37 

XllgiuvsAC^ of top-scoring doniaiiis: 

7t3a__l; doxttOLln 1 of 1, trom 57 to 32li jscore 119-9, E = 4-70-37 
*->GiaLVilvilrt^lrtptni£ill«iAv»t/Lflltl^ 

<»N+ ++4.+++r +4-+r +t -*'+*1NIj ADIXC + p++ ^-s- 
FJJbl4273. 57 ONVCiUuVLV3^-RRRR<3Aa>>XLV^^ 101 

gBe<awpfGsalc3elvtaldvvni?yaSilll.taISiDRY*lAIvK&lryrrr 
e W<fi-G4.4- C+l-f- +++4.4-4.4- + il+L+». S++R + Iv 1+ +3r 
F1H14273, X02 --EAm4LCFVACTr.LFYVM7LSGSWIMrJUlVSLEg^^ 1«I8 

r t sprr-Akvvi. 1 Iv^^laXl 1 s 1 Ppll 5»twXx veeyiis^t Invnv tv^^ 
-fX J-V4-++1+W ++4-+4-1P +f+ V + ++ 4-^ ++ +CT'r 
rihl4273, 149 CPORR?V3lAVLLJa,Xt\W$AVAAI-PlX^ — ADQEISICTL 196 

df pcQStasvstwlr-eyvli St IvgFllPX IvilvcY trllrclr 

+P+++* +4'4- 4-+ Fl+P Ivl** V+ II 4- + +++-f 

rlhl4273. 197 TWroiPG EISVn3VSFVTU!?Fi:,VMLVXVlSYSKXr.arTK4^ 240 

kaaktllvwwPvZ.CWi Pyfivl i i<ic Ic 

+ + •*'++4-4- + ++-•-+ ++ +1:l++++v F4-4. V9 P i++ll 4- 
Flhi4273, 241 lcvsl£yseshqlrvsaqdfJEU:.FOTLcI,IUfc«VfSFFIMWSFlXrriLL^ 290 

. 1 s i imss t Ce lervlpta 1 1 vc IwX^yvNsc iNPi I Y< - * 
*- + + p 4«++-f- + +4.4-4-Na+lNPi-«»y 

Flhl4273, 391 aFK QDI^VrWPSLFFWVV3lF3'PANSALNPILY 321 
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a Alpha, Regions - Garnier-Robson 
fi Alpha, Regions - Chou-Fasnnan 
a Beta, Regions • Gamier-Robson 

■ Beta, Regions - Chou-Fasman 
a Turn, Regions - Gamier-Robson 

■ Turn. Regions - Chou-Fasman 

□ Coil, Regions - Garnier-Robson 

□ Hydrophllicity Plot - Kyte-DooTfttle 



0 Alpha. Amphipalhic Regions - Etsenberg 
a Beta, Amphipathic Regions - Eisenberg 
a Rex^le Regions - Karplus-Schulz 



a Antigenic Index - Jameson-Wolf 



n Surface Probability Plot - Ennini 
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Analysis of Flhl4273, (362 aa) 




' ' I • > ' I M ' 1 ' I ' J ' I ' I • I ' J • f ' I M ' f • I ' M I 
1 ^ 81 m ISl 201 241 281 3S1 



^Xhl4273, 1086 baa«a. 1825 checkavm. 




Prosite Pattern Matches for FIhl4273, 



>£SrmMliraOGCCC01lASN_GI.VCOSYLATICN N-glyeosylazion site. 



Ouezy: 21 NROTR 24 

QUdry: 322 NMTi:. 325 

>PS0000A lPDOCQ00Q4lCAMP PHQSPKQ SITE cAMP- cGMP-d^p^ndent protein k.lntifie phosphorylatic 

Ouarya 239 KRLCP 242 

>PS00O0H ! PDOCOOOOg 1 PKC PttOSPHO srT5 Protein kinase C pUosphoryXa tion si::e- 

Quexyj 237 SJEIK 239 

Querys 350 SVK 352 

>^UiaflQfifPt)OC00006|CK2_PKOSPHO^ITE C^seic kixiAse Xr pliosptioryiacion sit:©- 
Qaeryt 2S6 SCXiD 259 

>£Si}jiaMl?rOC00008IKVU:STYD sr-iq/ristqylatlon ftite. 

Querys 57 ONVCAL 62 

Queiry; 72 GATACI. 77 

Quorys 3 43 GAXi:/FD 348 

>£aaaii^ieDOC0000SlAMIDATION Araidation sitw. 
Oaeryi 150 PGRR 153 

>PSQ0Q29 1 PDOC00023 II,EOCIN3_zrPPER I.au«::ine zipper pattern. 
Qaoty? 10€ liGPVACHDLFYVMTTiSGSVTTI* 127 



Transmembrane Segments Predicted b3 ^y/EMSAT 



start g End I Orient fl Score | 



46 



out— >ins 5.1 



75 .figs flins->oot|4.0 



] 



113 



134 lout— >insn4.0 



156 1 177 | m5->out}[4,9 j 




i^l>Filll4273. 

^ALVLV3lSMt»£U3ATACIiVl^ 

0JsOSVTTIiTLAAVSIiSHMVCIVHLq[3QVHGK5RaAR>,>^ 

/ LTV3I^SESHQlRVSCX5D5TJDFRTLPLIAIVSFPIi^^ 
SLFFW VVAPTFANSAta^J'II.TNM^^ 

fli 

uTramsmembrane segments for presmned mature peptide 



s 

Hi 



Start 1 End 


Orient | Score 


14 |37 


im— >ou]:|4.0 


52 |73 


out— >jiis|4.o 






[ins— Xwatj 


4.9 1 


148 j 


1166 


1 oat— >ia6 j 


3.7 


205 j 


1228 1 


|ms— >oatj 


6^ 


236 


}2<SO j 


1 out— >ins 1 


3.2 



I.VJiVARRRRRGATA<n.VIJsri;,FCAPL^ 

QKLPCAIKjEISICTDIWPTlPGS-SVnJVSFV^TI^FLVF^LVXVISYS 
WSIA^TSESKQIKVSQQDFRLFRTLFLLMVSFFTMWSPIIITTLLILIQNFKQD];,^^ 

PtG-G 



Input file 14273m; Output File 14273mtra 

Se<3uence length 1560 • ^ . . • 

TTGCXAAGCTCAGCGTi^GCCrCTTCCA ' 
CTCCAG ACTTGTCCGGCTTTACCCGAATCTTCA<^^ 

MSPECAQTTG .10 

CGCCATCTTCCXIGGACGCGlXSGGCa^GGCGa^^ ATG TCC"^fcCT GAG TGT GCA CAG ACG ACG GGC 30 

P G P S H T ' L D Q - V -N R . T H F P ^ F * F ; S D 30 

CCT GGT CCC TCG CAC ACX: CTG GAC CAA GTC AAT CGC ACC CAC TTC CCT TTC TTC TCG GAT 90 

VKGOHRLVLSVVETTVLGLI 50 

GTC AAG GGC GAC CAC CGG TTG GTG TTG AGC GTC GTG GAG ACC ACC GTT CTG GGA CTC ATC 150 

FVVSLLGNVCALVLVARRRR 70 

TTT GTC GTC TCA CTG CTG GGC AAC GTG TGT GCT CTA GTG CTG GTG GCG CGC CGT CGG CGC 210 

RG ASASLVLNLFC ADLL FTS 90 

, CGT GGG GCG TCA GCC AGC CTG GTG CTC AAC CTC TTC TGC GCG GAT TTG CTC TTC ACC AGC 270 

W A I PLV LVVR WTEAWLLGPVV 110 

O GCC ATC CCT CTA GTG CTC GTC GTG CGC TGG ACT GAG GCC TGG CTG TTG GGG CCC GTC GTC 330 

j^CHLLFYVMTMSGSVTILTLA 130 

yi TGC CAC CTG CTC TTC TAC GTG ATG ACA ATG AGC GGC AGC GTC ACG ATC CTC ACA CTG GCC 390 

0:5 AV S L E RMVC I VRLRRG-LSG P 150 

GCG GTC AGC CTG GAG CGC ATG GTG TGC ATC GTG CGC CTC CGG CGC GGC TTG AGC GGC CCG 450 

- GRRTQAALLAFIWGYSALAA 170 

gl GGG CGG CGG ACT CAG GCG GCA CTG CTG GCT TTC ATA TGG GGT TAC TCG GCG CTC GCC GCG 510 

^^ LPLYILFRVVPQRLPGGDQE 190 

CTG CCC CTC TAC ATC TTG TTC CGC GTG GTC CCG CAG CGC CTT CCC GGC GGG GAC CAG GAA 570 

ei I PICTLDWPNRIGEISWDVF 210 

ATT CCG ATT TGC ACA TTG GAT TGG CCC AAC CGC ATA GGA GAA ATC TCA TGG GAT GTG TTT €30 

FETLNFLVPGLVIVISYSKI 230 

TTT GAG ACT TTG AAC TTC CTG GTG CCG GGA CTG GTC ATT GTG ATC AGT TAC TCC AAA ATT 690 

LQITKASRKRLTLS LAYSES 250 

TTA CAG ATC ACG AAA GCA TCG CGG AAG AGG CTT ACG CTG AGC TTG GCA TAC TCT GAG AGC 750 

HQIRVSQQDYRLFRTI,FI,I.M 270 

CAC CAG ATC CGA GTG TCC CAA CAA GAC TAC CGA CTC TTC CGC ACG CTC TTC CTG CTC ATG 810 

VSFFIMWSPIIITILLILIQ 290 

GTT TCC TTC TTC ATC ATG TGG AGT CCC ATC ATC ATC ACC ATC CTC CTC ATC TTG ATC CAA 870 

NFRQDI^VIWPSLFFWVVAFT 310 

AAC TTC CGG CAG GAC CTG GTC ATC TGG CCA TCC CTT TTC TTC TGG GTG GTG GCC TTC ACG 930 

FANSALNPILYNMSLFRNEW 330 
TTT GCC AAC TCT GCC CTA AAC CCC ATA CTG TAC AAC ATG TCG CTG TTC AGG AAC GAA TGG 990 

RKIFCCFFFPEKGAIFTDTS 350 

AGG AAG ATT TTT TGC TGC TTC TTT TTT CCA GAG AAG GGA GCC ATT TTT ACA GAT ACG TCT 105G 

VRRNDLSVISS* 362 

GTC AGG CGA AAT GAC TTG TCT GTT ATT TCC AGC TAA lOSc 

CTAGCCTCTGGTGCCAGGTGAACCACGGTGTGCATGTAAAGGGAGTTAACTTCAAGGAAA<^ 



TTTAAAAATACCCGACTTCCAACAGCAGGCATCTACGGAGCCAGCAAATTAAGGAATGATCGCT 
TTTCCrTAAAAGAACTTTCTATGGGT^ 

TTTATTTATAACGTGTTCCTACAAAAAAAAAAAAAAAAAAAAA 



7- Cotof 



14 27 am. 



Scores for s«equence family class if ic&tiioti (score includes all don«iinsJ r 
Sequence Description Score S-valu^ 

7tj«^l ^^P'X^fit 7 traLa^membrane receiptor (rhodopsin 116.8 le-3 3 



parsed for domains c 
Sequcoxce iJomain ae<5-f sc<j-t: 



1/1 



57 



321 . 



1 259 



CI 



118.8 



lie -8 

value 
l«-36 



Ali^imeAtis of top-e coring domains s 

7taJLr doadoaiii 1 ot 1, from 57 to 321: 3COr<: 118,8, E ^ l«a-36 

*-;»<amiVilxrilrt:kklrtptnifiliaLAvADi:-L 



m 



14273m. 



57 



101 



gcedWpfoaalCklvtialdvviwaSillLtialSiDRYlAIviiPiry'rrr 



e W-!-+G+-rn-G+l+ +4-+++++ + il+Ii+a + 



XV Ir 



14273m, 102 — EAWLLGpWCHI.LFyVMTK3GSVTlIiTLAAVSI.5RMVCI^ 148 



14273m, 



14273m, 



14273iti, 



1427301, 



rtsprrA . kwillvWvlalllslI^llf ^wvktveegngtlnvnvfc^l 

149 GP-^GRRTqAAliXAFIWGYSArJOO^PLYIIyFKWPORLPGOD — QBIPlCT 1^5 

idfp^efiraevstwlrsyvllstlvyFllPllvilvcYtrilrtlr- . . . 
^d-i-p-^ + ^^s^ +4-+ +4- Xvl4.4- V+ 11 -^ 4- 4.4.4. 

ISe LDHPIOSUTG ^ElSWEWFBTLOTI*VFGI/VrVISYSKIX<>I"rKasrk 23 S 



- -.IcaaktllwiTwFvlcWlPyl! ivlll<itl 

A 4.4-~4. -h4^ 4-t:l4. 4.4.4. V F-H- W p 14.4-11 4- 
240 rltlslaysesh<iirvsqqt5yRI,PRTIiFi:XMVSFFIi4WSPIIITri-L2LI 289 



c . 1 a i iir-s 5 tCelerviptial Ivt IwLayvWsclNPi IY<- * 
^ ^- P ++++ -t- ++4.4-Ks-J.lN?i+Y 
290 CiaFK QDIiVXWPSIiFFtfVVAFTPANSAtNPlLY 321 




a Alpha. Regions - Garnier-Robson 
a Alpha, Regions - Chou-Fasnrian 

■ Beta, Regions - Gamier-Robson 
n Beta, Regions - Chou-Fasman 
a Turn, Regions - Gamier-R<4>son 

■ Turn, Regions - Chou-Fasman 
a Coil, Regions - Garnier-Robson 

a Hydrophtlicrty P!ot - Kyte-Doolfttle 



Q Alpha, Amphipathic Regions - Bsenberg 
■ Beta, Amphipathic Regions - Bsenberg 
a Flexible Regions - Karplus-Schuiz 



□ Antigenic Index - Jameson-Wolf 



a Surface Probability Plot - Emini 



-§2 75 100 125 150 175 200 225 250 275 300 325 350 



Analysis of 14273m, (362 aa) 




{ I , I ] I I I I I ] I I I ] I I i I t I I I I I I I < I I ] I t M M 
1 41 81 121 161 201 241 281 321 361 



>a4273m, loss baces, 6943 chieclcsuni- 
ldSPECa^nTOPG?5HTLtK5VNRTHFPFFSD\^GDKRI*V^^ 



I 



Prosite Pattern Matches for 14273iii, 



>pgOQQQ VI PDGC03001 1 A5N_CI.YCOSyiATZOtJ N-srlycosylation site. 



Qu^ry: 21 
Query: 322 



l^SL 325 



^ >.Pa000O2 IPDQC0O0O2 iGliYCQSAMiNQGLYCftN C3Lyco4:aminoffXycan attachment site 
RU Additional rules 2 



Th^ure must be at least two a<«idic anino acids (Clu or Asti) frcm -2 tr^ 
-4 relative to the serine. - 



U^ciy: 143 



SGPG 161 



%-.SSa(liJMlPI)OC00OO4 cAHP- ^nd cGKP.deper.dcnt protein .kinase phosphoryl 



acic 



I^Meryr 239 



KRLT 242 



|^^:2SiUiaos;Pixx:aoo05|?KC..5^ Protein kinase c pho^phorylaticsn fiits 



Ijjueryr 237 



ery: 3S0 



sax 
SVR 



235 
3S2 



^J&Sfi001i£lPDOC00006|CK2„PHOSPHO.SITE Casein kinase 11 pHosphorylatioa *it«. 



256 



SWS 43 
SQQD 259 



> £50QPfi 5lPt>OC0OOO8 tms^ISCTL W-iiyristoylation site, 

Quej^f; 57 C3»iVCAIj 62 

Query: 72 GASASX« 77 

Queryr 343 GAIPTD 348 

>f gQffOia?PtKX!QOOCS lAMlPAgloy As-ddation site. 
Qut,xyr 15 o PGRR 1S3 



-« — '^TixitS 



Transmembrane Segments FrecUcted by MHilVlSAr 



start 


£nd| Oriejat 


Score 


46 


66 flout->ins|5.I 


77 


9S 


j ins— >ot3c| 3-3 


113 


134 |out— >ins 


[3.8 


156 |177 §ins->out||4.5 


209 1 


227 Jout->in$jj2.4 


266 ' I 


289 1 


ins— >outlj6 3 


[297 j|32l j 


out— >ins j[3.2 1 




Transmembrane segments for presumed mature peptide 




